Introduction 39
Oogenesis, i.e. the developmental process by which an oogonium becomes a fully-40 grown, mature, and fertilizable oocyte, takes place within the so-called "follicle 41
complex" consisting of the oocyte, inner surrounding follicular or granulosa cells, outer 42 theca layers (including blood vessels and extracellular matrix), and a basement 43 membrane between granulosa and theca cells (Grier, 2000) . 44
Oogenesis in teleost fish is divided in several successive steps including: (1) the 45 formation of primordial germ-cells and oogonia, (2) the transformation of oogonia into 46 primary oocytes with the onset of meiosis (also regarded as primary growth phase), (3) 47 5 Hamburg, Germany) using HPLC-purified primer pairs (Biomers, Ulm, Germany) 137 specifically designed for each target gene (Supplemental Table 1) and the PerfeCTa   TM   138 SYBR® Green FastMix TM reaction mix (Quanta Biosciences). PCR conditions were: 139 initial denaturation at 95ºC for 5 min, 40 amplification cycles with one step at 95ºC for 140 15 sec followed by a second step at 60ºC for 30 sec. The absence of amplification in no 141 template controls refuted the presence of contaminating genomic DNA (not shown). 142
Melting curve analysis performed just after PCR indicated the specific amplification of 143 individual products for each primer pair combination (not shown). PCR amplification 144 efficiency (mean: 97.3±1.2%) was measured using the serially diluted cDNA standard 145 curve, which was also used to calculate the amount of input RNA for every sample. 146
Two endogenous reference genes previously used in European sea bass ovary, namely 147 18S ribosomal RNA (18s) and elongation factor 1-alpha (ef1a) (e.g. Blázquez et al., 
Statistical Analyses 164
Significant differences among groups were identified by one-way ANOVA followed by 165 the Student-Newman-Keuls test with a significance level (P) of 0.05. When necessary, 166 data were log-transformed in order to comply with normality. 167 168
Results 169
The transcript levels of obtained in the present study using either non-normalized raw 170 6 input amounts or amounts normalized against the adjusted expression of ef1a and 18s 171 showed similar expression patterns during European sea bass folliculogenesis. 172
According to this, the gene expression data presented hereinafter correspond solely to 173 non-normalized raw input amounts. 174
Expression levels of gonadotropin and thyrotropin receptors are shown in Fig. 3 In conclusion, the expression profiles of 18 oogenesis-relevant genes were analyzed in 360 European sea bass follicles at different developmental stages. Although this study was 361 exclusively based on the analysis of steady-state mRNA levels of selected target genes, 362 and neither the respective protein amounts nor their functions were assessed 363 experimentally, we believe that our data provide a solid base for future studies focused 364 on unravelling the specific mechanisms orchestrating follicular development in teleost 365 fish. 
